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Appendix A (selected from SCORE) 

Result I; SEQ ID No: 8 w/ Asp ® position #3. 

RESULT 2 from V\/ 
ABM9 1587 

ID ABM91587 standard; protein,- 866 AA 
XX 

AC ABM91587; 
XX 

DT 02- JUN-200'i (first entry) 
XX 

DE M . xanthim protein sequence, seq id 10786 
XX 

KW Transgenic plant; DMA replication; gene regulation; qen«* 

expression. 

XX 

OS Myxoooccus xynthus. 
XX 

PN U S6ti33 4 47-Bl . 

PD 21 -DE C-2KQ4 . 
XX 

P F \ 0 _7. J u J:> " 2 0Qli_ 200 1US-Q 09 02S40 . 
XX " 

PR_ ] 0 JUL- 2QQ Q; 200QU5-0217 88 3P. 

XX 

PA (MOMS ) MONSANTO TECHNOLOGY LLC. 
XX 

PI Goldman es, Hinkle GJ, Slater Sc, Wiegand RC; 
XX 

DR WPI; 2005-02H716/03 . 
XX 

PT New substantially purified Myxococcus xanthus nucleic acid 
molecule 

PT encoding a nitrite reductase , useful for determining gene 
expression, 

PT identifying mutations in a gene of interest, and for constructing 

PT mutations in a gene of interest. 

XX 

PS Kxample 2 ; SEQ ID NO 10786; 25pp; English. 
XX 

CC The invention relates i:c.> a substantially purified nucleic acid 
molecule 

CC encoding a nitrit.* reductase of SEQ id NO. 11926. Further 
disclosed is a 

CC recombiric-iht DNA construct for express. Ion of a nitrite reductase 
gene i ri a 

CC plant cell, and a plant cell comprising the recombinant dna 
construct . 

CC The nucleic acid is useful for determininq gene expression 
identifying 

CC mutations in a gene of interest, and for constructing mutations in 
a gene 

CC of interest. Sequences given in records for SEQ IDs 9C92 16G25 
represent 
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CC a group of 7134 Mxyococcus xannhus proteins and pept.idee. Note: 
The 

CC sequence data for this patent did not form part of the printed 

C(; specification, but was obtained in electronic format directly from 

USPTO 

XX 

SO Sequence 866 AA; 

Ouury Match 100.0%; Score 35; DB 9; Length 866; 

Bent Local Similarity 100.0*; Pred. No. 9.7e*02; 
Matches 6; Conservative 0; Mismatches 0; TndcJ.s 0 ,- 
Gaps 0 ; 

4 J) vx ^ ^ 



Result 2: SEQ ID No : 8 w/ Glu ® position #3, 

RESULT 11 
ABO/ 3 9 G 6 

ID AB073966 standard; protein,- 274 AA. 
XX 

AC AB07 3 966; 
XX 

DT 29-JUL-2004 (first entry) 
XX 

DE Pseudomelia s aeruginosa polypeptide #6141. 

XX 

KW Bacterial infection; Pseudomonas aeruginoaa infection,- 

antibacterial . 

XX 

02s Pseudomonas aeruginosa. 

XX 

PN US6551795-B1 . 
XX 

PD 22 -APR- 2003- 
XX 

PP 18-FEB-1999; 99U5 - 002 52 9 91 . 
XX 

PR 18-FEB-3998; 96US 0O74788P. 
PR 27 -JUL 1998/ 98U5 - 0094 1 90P . 
XX 

PA (GENO-) GENOME THERAPEUTICS CORP. 
XX 

pi Rubenfield MJ, Nolling J, Deloughery c\ Bush D; 

XX 

OR WPI; 2003-615309/58- 
DR N-PSDB; ADD07537. 
XX 

PT Novel isolfi ted nucleic acid encoding Pseudomonas aeruginosa 
polypeptide , 

PT useful as molecular targets for diagnostics!, prophylaxis and 
treatment of 
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PT pathological conditions resulting from bacterial infection 
XX 

PS Disclosure; SEO ID NO 22712; 4 5Spp; English. 
XX 

CC The invention relates to Pseudomonas aeruginosa polypeptides and 
the 

CC polynucleotides encoding them. The sequences are useful in 
diagnosis and 

CC therapy of pathological conditions, as molecular targets for 
diagnostics, 

CC prophylaxis and treatment of pathological conditions resulting 
from a 

CC bacterial infection, for evaluating a compound, euch as a 
polypeptide, 

CC for the ability to bind a P. aeruginosa nucleic acid, as 
components of 

CC effective antibacterial target*, as target* for antibacterial 
drugH, 

CC including anti-P. aeruginosa drugs, as templates for recombinant 
cc production of P. aeruginosa -derived peptides or polypeptides as 
target 

CC components for diagnosis and/or treatment of P. aeruginosa - caused 
CC infection, and in detection of p. aeruginosa sequences or other 
sequences 

CC of Pseudomelia** species using biochip technology. SecmenceH 
AB067826- 

CC AEOS4396 represent P. aeruginosa polypeptides of the invention, 
tfotc : The 

CC Hequence data for this patent did not form part of the pxinted 
CC specif icati. on but w^y obtained in electronic format from USPTO at 
CC »eqdata . uspto . gov/ sequence . html 
XX 

SQ Sequence 274 AA; 

Query Match 100.0%; Score 34; DB 7; Length 274; 

Best Local Similaxity 100.0%; Pred . No. 3.Ce+02 ; 

Matches 6; Conservative 0; Mismatches 0; J ridels 0; 
Caps 0; 

Oy 1 DVEAWT* 6 „ bvtflkA- *X ft 6 

Db 180 DVEAWL ibs ^ ^ $ P 



Result 3; SEQ ID No: 8 w/ Gly ® position #3. 
RESULT 9 

ID ASNH_BACSU STANDARD; PRT; 74 7 AA. 

AC P42113; 

DT oi-NOV-iyss, integrated into UniProtKB/Swise-Prot . 
DT Ol-NOV-1995, sequence version 1. 
DT 13-JUN-2O06, entry version 48- 

DE Asparagj.ne synthetase (glutamine-hydroly y, i ng] 2 (EC 6.3.5.1) 
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ON Name=asnH; OT:cleredLocusNcimefl=BSU3 992 0 ; OKKNameo c=S14NR , VE7AR; 

OS Bacillus Bubtilis.' 

OC Bacteria; Firmicutes; Bacillales; Bacillaceae; Bacillus 

OX NCB I_Tax i: D= 1 4 2 3 ; 
RN [1] 

RP NUCLEOTIDE ft EQUENCE [GENOMIC DNA) . 

RC STRATN=160 / BGSC1A1 ; 

PX MEDLINE=96093926; PubMed*.?580 049; DOI = 10 . 1093/dnarca/2 .2.61; 

RA V'oehida K. ( Seki £., Fujimura M . , Miwa Y. , Fujita Y. ; 

RT "Cloning and sequencing of a 36-kb region of the Bacillus subtiJis 

RT genome between the gnt and iol operons."; 

RLt DNA Res. 2:61-69(1995). 

RNI [2] 

RP NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA] . 

RC STRAIN- 168; 

KX MEDLINE«9£i044033; PubMed = 9364377 ; 001=10.1038/367 86; 

RA Kunat P., ogasawara N. , Moszcr I., Albertini A.M., Allonj G. , 

RA Azevcdo V., Bertero M.G., Bescierea P., Dolotin A., Borchwt 8., 

RA Borrias R., Boucsier L . , Brans A. , s.r.aun M. , Brignil] s.C Bron 
s. t 

RA Ri-ouilleL Bruscbi C.V., Caldwell B . t capuano V,, Carter N.M., 

RA Clioi S.-K., Codani 0 . - J. , Conner ton I.F., Cummings N J Daniel 

R. A, , 

RA Dcni/.ot F., Dcvine K.M. # Duect erho^ft A. , Ehrlich R.D., EmmcrSon 

P . T . , 

RA Entian K . D . , Erring ton J., Fabret C, Ferrari E., Foulger D . , 

RA Fritz c , Fujica M . , Fujita Y. , Puma y,, Galizzi a., GaileronN, , 

RA Ohim S.-Y.. G]aser I? . f Goffeau A., GolightDy E.J. , Grand* G- # 

RA Guiseppi G . t Guy B.J., Haga K. , Haiech J. ( Harwood C,R. Hcnaut 
A. / 

RA HUbert H . , HolcapprO Hosono S., Hullo M.-F,, Itaya M. t 

RA Jones L.-m., Joris B., Karamata D., Kacahara Y . / Klaerr- anchard 

M. , 

RA Klein C. , Kobayashi Y . , Koetter P., Koningstein G . , Krogh S., 

RA Kumano M . , Kurita K., Lapidus A- , Lardinois S., Lauber J . , 

RA Lazarevic V., Lee S--M., Levine A,, Liu H . ( Masuda S., Mau^l C. , 

KA Medigue c:. , Medina N., Mellado R.p. t Mizuno M. , Mo^stl D . , Nakai 
S, , 

RA Noback M., Noone D. y O'Reilly to., Ogawa K . , Ogiwara A., Oudega B., 

KA Park S--H., Parro V., Pohl T.M., PorteteJ lo D. # Porwollik S., 

RA Prescott A.M., Preaecan E. ( Pujic P., Purrielle B . , Rapoport G. , 

RA Rey M . , Reynold£5 Q. t R:ieger M., Rivol ta C, koeha E . , Roche B. f 

RA Rose M. t Sadaie Y . , Sato T. ( Scanl^r. E. f Schlcich S., Schroeter 

R. , 

RA Scoffone F. ( Sekiguchi J. , Sekowska A., Seror S.j, f Serror P. , 

RA Shin Et.-S., Soldo B . , Sorokin A, t Taceoru E , , Taicftyi T., T<ikahashi 

H. ( - . 

RA Takemaru K. , Takeuchi M. ( Taroakoshi A . , Tanaka T. , Terpcv.ra P., 

RA Tognoni A., Tosato V. , Uchiyama S. , Vandenbol M w v.innier 

RA vaasarotti A., Viari A. t Wambutt R. t Wedler E., Wedler H . , 

RA weitzeneggcr T. , V)inr. ( ?.rs P., Wipar. A . , Yamamoto H . , Yamane K . , 

RA Yasumoto K. # Yata K. , Yoshida K. t Yo^hikawa H.-F., Zumytein h\ , 

RA Yoshikawa H, , Danchin A. ; 

RT "The complete genome sequence of the Gram-positive bacterium 

Bacillus 

RT subui lis . " ; 

RL Nature 39U : 2A 9-25C (1997 ) . 
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RW [3] 

R P CHARACTE R I Z AT I ON . 

RX MklJJLilNfi=994X9856; PubMed-1049872 1 ; 

RA_ Yoshida K., Fujita Y,, jShrlich S.P. 



RT 



Rli 



CC 

cc 

CC 

l- 
cc 
cc 

cc 
cc 

CC 



"Three asparaqino synthetase genes of Bacillus subtilis . " ; 
J, Bacterid, 181 r 6081-6091 (1999) , * 

-!- CATALYTIC ACTIVITY: ATP + L-aspartace + L-glutftmine = AMP ♦ 

diphosphate + L-a«paragine + L-glutamate . 
-!- PATHWAY; Amino -acid biosynthesis; L-asparagine biosynthesis; 

asparagine from L-aspartate (L-gJ ut amine route) ; single step 
[final step} . 

SIMILARITY : Belongs to the asp*r*gine oyntheta se family. 
SIMILARITY: Contains 1 type-?, glutamine amidolransf erase 



CC Copyrighted by the UniProt Consortium, see 
http://www.uniprot.org/tcrms 

CC Distributed under the Creative Commons At tribution-NoDerivs 
Lice; lues 

CC ...... 



DR EMBL; AB005Sb4; BAA21S93.1; -; Genomic J3NA . 

OR EMBL; 299124; CAB16028 . 1 ; - ; Genomic_DNA. 

OF PIR; A69l>V\; A69591 . 

DR IISSP; P22106; 1CT9- 

DR CenomeReviewg; AL0 0 9126_GR; BSU3 992 0, 

DR SubtiList; BGH116; asnH. 

DR DioCyc; BSUB1423 : 98 8 -MONOMER; 

DR InterPro; IPR006426; Asn_aynth_AKH - 

DP InterPro; 1PR001962; Asn_synthase . 

DR InterPrn; IPROODHB.l; GATase_2 . 

DR Pfam; PF00733; Asn_synthase ; \. 

DR Pfiiin; PF00310; GJ\Tase_2 ; 3 . 

DR TIGRFAMs; TJGR01536; asn_bynth_AEB; 3. 

KW Amino-acid biosynthesis ,- Asparagine biosynthesis; Complete 



proteome ; 

KW Clntamine amidotransf erase ; 

FT CHAIN 1 
FT 
FT 

FT REGION 1 

FT ACT_ SITE 2 

SO SEOVJfiNCR 



74V 



175 
2 



ivi ga oe . 

Asparagine synthetase [glutamine-- 
hydrolyzing] 2 . 
/FTId^PRO ,0000056933 . 
Glutamine amidotrnnsf erase . 
For GATaee activity (By similarity) 



747 AA; 85849 MW; 55447E3 73 280G3 90 CRC64 

Query Match 1.00.0%; Score 35; DB 3; Length 74 7; 

Best Local Similarity 100.0%; Pred, No. 5.5e+0/!; 
Matches 6; Conservative 0; Mismatches 0; Indelc 
Gaps 0 ; 
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Result 4: SEQ ID No: 8 w/ Asp ® position #3 - 

RESULT 1 
T430X2 

conserved hypothetical protein - fission yeaet (Schifcoaaccharomyces 
pombG) (fragment) 

C; Species: Schizosaccharomyces pombe 

C;Date: Il-Jan-2000 #sequence_re vision Jl-Jan-2000 #text change 09-Jul- 
2004 - 3 

C; Accession: T4 3 012 

R/YOShiokra, S, ? KatO, K-; tfakai, K. ; Okayama, H. ; No j ima H. 
DNA Res. 4 f 363-369, 1997 

A/Title : Identification of open reading frames in Schizosaccharouiyces 
pombe cDNAs . 

A/Reference number: Z17323; MUID : 9 8 162722 ; PMID : 9I501S91 
A /Access ion: T4 3012 

A/Status : preliminary; translated from GB/EMfcU/DDEJ 
A /Molecule type: mRNA 
A/Rescues ; 1 329 

A;Cro»B-refercnces; UNIPROT : Q9P7X4 ; UNTPARC iUV.L000016910B; EMRL - DG92 08 • 
MlD:g1749G23; PIDN : BAA13QC9 - 1 / PID : gl7/| ?62 4 

A; Experimental source: strain PR74G 

Query Match 100.0%; Score 35; DB 2; length 32 9; 

Best Local Similarity 100.0%; Pred. No. 27; 

Mar.ches 6/ Conservative 0/ Mismatches 0; Indels o- 
Gap 8 0 ; 

333 DVDAWL 318 ft V D ft k/ t- 0 ^ & 
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